In the context of ongoing work centred on the study of the whole gut human microbiome by culturomics [1] and metagenomics, two bacterial strains that could not be identified by our matrix-assisted desorption ionization-time of flight mass spectrometry (MALDI-TOF MS; MicroFlex, Bruker Daltonics, Wissembourg, France) [2] were isolated in April 2016. Both strains were isolated from the same 60-year-old patient who underwent an upper and lower digestive tract endoscopy to investigate severe anaemia. Strain Marseille-P2764
T was isolated from a right colon liquid sample, while strain Marseille-P2828 T was isolated from a duodenal liquid sample. The colony morphology of both strains after 72 hours of anaerobic incubation on blood-enriched Columbia agar was similar. They were circular with entire edges, convex and translucent/whiteish, with a mean diameter of 0.3 mm. No pigment production or haemolysis were registered. Both strains were Gram-negative cocci, with a mean diameter ranging from 0.6 to 0.8 μm. Both strains were nonmotile, non-spore forming and catalase and oxidase negative.
The 16S rRNA gene was sequenced for both strains using fD1-rP2 primers as previously described [3] with a 3130-XL sequencer (Applied Biosciences, Saint Aubin, France). Strain Marseille-P2764
T and strain Marseille-P2828 T , respectively, exhibited 97.30% and 98.09% sequence identity with Acidaminococcus fermentans strain DSM 20731 (NR_074928), the phylogenetically closest species with standing in nomenclature (Fig. 1) . Strain Marseille-P2764
T and strain Marseille-P2828 T showed 97.50% sequence identity, which putatively classifies them as new members of the genus Acidaminococcus in the family Acidaminococcaceae within the phylum Firmicutes [4] . The Acidaminococcus genus was created in 1969 and actually counts as two species with standing in nomenclature: A. fermentans and A. intestini. Cells belonging to this genus are Gram-negative, anaerobic cocci, generally isolated from the digestive tract of mammals [5, 6] .
On the basis of 16S rRNA gene sequence, we found a divergence of >1.3% for strains Marseille-P2764
T and Marseille- 
MALDI-TOF MS spectrum
The MALDI-TOF MS spectrum of 'A. timonensis' strain Marseille-P2764 T and 'A. massiliensis' strain Marseille-P2828 T are available online (http://www.mediterranee-infection.com/ article.php?laref=256&titre=urms-database).
Nucleotide sequence accession number
The 16S rRNA gene sequence for 'A. timonensis' strain Marseille-P2764
T and 'A. massiliensis' strain Marseille-P2828 T were
Phascolarctobacterium faecium (NR 026111) 
